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FIG. lA 



1 ATCCTTGCTGGAGCATTCACTAGGCGAGGCGCTCCATCGGACTCACTAGCCGCACTCATG 6 0 
1 Ml 



61 AATCGGCACCATCTGCAGGATCACTTTCTGGAAATAGACAAGAAGAACTGCTGTGTGTTC 120 
2NRHHLQd'^HFLEIDKKNC CVF 21 



121 CGAGATGACTTCATTGTCAAGGTGTTGCCGCCGGTGTTGGGGCTGGAGTTTATCTTCGGG 180 

22RDDFIVKVLPPVLGLE F I F G 41 

181 CTTCTGGGCAATGGCCTTGCCCTGTGGATTTTCTGTTTCCACCTCAAGTCCTGGAAATCC 240 

42 LLGNGLALWIFCF HLKSWKS 61 



241 AGCCGGATTTTCCTGTTCAACCTGGCAGTGGCTGACTTTCTACTGATCATCTGCCTGCCC 300 

62 S R IFLFNLAVADFLLIICLP 81 

301 TTCCTGATGGACAACTATGTGAGGCGTTGGGACTGGAAGTTTGGGGACATCCCTTGCCGG 360 

82 F L M DNYVRRWDWK F G D I P C R 101 



361 CTGATGCTCTTCATGTTGGCTATGAACCGCCAGGGCAGCATCATCTTCCTCACGGTGGTG 420 
102 LMLFMLAMNROGS I I FLTVV 121 



4 21 GCGGTAGACAGGTATTTCCGGGTGGTCCATCCCCACCACGCCCTGAACAAGATCTCCAAT 4 80 
122 A V DRYFRVVHPHHALNKISN 141 



4 81 CGGACAGCAGCCATCATCTCTTGCCTTCTGTGGGGCATCACTATTGGCCTGACAGTCCAC 54 0 
142 R T AAIISCLLWGITIGLTVH 161 



541 CTCCTGAAGAAGAAGATGCCGATCCAGAATGGCGGTGCAAATTTGTGCAGCAGCTTCAGC 600 
162 L L KKKMPIQNGGANLCSSFS 181 



601 ATCTGCCATACCTTCCAGTGGCACGAAGCCATGTTCCTCCTGGAGTTCTTCCTGCCCCTG 660 
182 ICHTFQWHE AMFLLEFFLPL 201 



661 GGCATCATCCTGTTCTGCTCAGCCAGAATTATCTGGAGCCTGCGGCAGAGACAAATGGAC 720 

202 GIILFCSA RIIWSLRQRQMD 221 

721 CGGCATGCCAAGATCAAGAGAGCCATCACCTTCATCATGGTGGTGGCCATCGTCTTTGTC 780 

222 R H A K I K R AITFIMVVAIVFV 241 



781 ATCTGCTTCCTTCCCAGCGTGGTTGTGCGGATCCGCATCTTCTGGCTCCTGCACACTTCG 840 
242 ICFLPSVVV RIRIFWLLHTS 261 



841 GGCACGCAGAATTGTGAAGTGTACCGCTCGGTGGACCTGGCGTTCTTTATCACTCTCAGC 900 
262 GTQNCEVYRSVD LAFFITLS 281 



901 TTCACCTACATGAACAGCATGCTGGACCCCGTGGTGTACTACTTCTCCAGCCCATCCTTT 960 
282 FTYMNSMLDPVVYYFS S P S F 301 
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FIG. IB 

961 CCCAACTTCTTCTCCACTTTGATCAACCGCTGCCTCCAGAGGAAGATGACAGGTGAGCCA 1020 

302 PNFFSTLINRCLQRKMTGEP 321 

1021 GATAATAACCGCAGCACGAGCGTCGAGCTCACAGGGGACCCCAACAAAACCAGAGGCGCT 1080 

322 DNNRSTSVELTGDPNKTRGA 341 

1081 CCAGAGGCGTTAATGGCCAACTCCGGTGAGCCATGGAGCCCCTCTTATCTGGGCCCAACC 1140 

342 PEALMANSGEPWSPSYLGPT 361 

1141 TCAAATAACCATTCCAAGAAGGGACATTGTCACCAAGAACCAGCATCTCTGGAGAAACAG 1200 

362 SNNHSKKGHCHQEPASLEKQ 381 

1201 TTGGGCTGTTGCATCGAGTAATGTCACTGGACTCGGCCTAAGGTTTCCTGGAACTTCCAG 12 60 

382 L G C C I E 387 

1261 ATTCAGAGAATCTGATTTAGGGAAACTGTGGCAGATGAGTGGGAGACTGGTTGCAAGGTG 1320 

1321 TGACCGCAGGAATCCTGGAGGAACAGAGAGTAAAGCTTCTAGGCATCTGAAACTTTTGCT 1380 

1381 TCATCTCTGACGCTCGCAGGACTGAAGATGGGCAAATTGTAGGCGTTTCTGCTGAGCAGA 1440 

14 41 GTTGGAGCCAGAGATCTACTTGTGACTTGTTGGCCTTCTTCCCACATCTGCCTCAGACTG 1500 

1501 GGGGGGGCTCAGCTCCTGGGGTGATATCTAGCCTGCTTGTGAGCTCTAGCAGGGATAAGG 1560 

1561 AGAGCTGAGATTGGAGGGAATTGTGTTGCTCCTGGAGGGAGCCCAGGCATCATTAAACAA 1620 

1621 GCCAGTAGGTCACCTGGCTTCCGTGGACCAATTCATCTTTCAGACAAGCTTTAGCAGAAA 1680 

1681 TGGACTCAGGGAAGAGACTCACACGCTTTGGTTAATATCTGTGTTTCCGGTGGGTGTAAT 1740 

17 41 AGGGGATT AGCCCCAGAAGGGACTGAGCT AAACAGTGTTATTATGGGAAAGGAAATGGCA 1800 

1801 TTGCTGCTTTCAACCAGCGACTAATGCAATCCATTCCTCTCTTGTTTATAGTAATCTAAG 1860 

1861 GGTTGGGCAGTTAAAACGGCTTCAGGATAGAAAGCTGTTTCCCACCTCTGTTTGCTTTTA 1920 

1921 ACATTAAAAGGGAAATGTGCCTCTGCCCCACAGTTAGAGGGGTGCACGTTCCTCCTGGTT 1980 

1981 CCTTCGCTTGTGTTTCTGTACTTACCAAAAATCTACCATTTCAATAAATTTTGATAGGAG 2040 

2041 ACAAAAAAAAAAAAAAAAAAAAAAAAA 2067 
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FIG. 2A 
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FIG. 2B 
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FIG. 3 



D = PF_ls_8.29 7tm_l PFOOOOl 7 transmembrane receptor (rhodopsln family) 

Identical Match = 62 Similar = 175 Total # Of Gaps = 10 
Identity: Alignment = 22% Query = 16% Target = 23% 
Similarity: Alignment = 63% Query = 46% Target ~ 64% 
QS - 41 QE 291 TS = 1 TE = 275 



Q 41 GNGLALWIFCFHLKSWKSSRIFLFNLAVADFLLIICLPFLMDNYVRR — WDWKFGDIPCR 

GN+L++W++C+H + +++ +F++NLAVAD+L+ + +P+ M Y+ +W FG++ C+ 

T 1 GNILVIWVICRHKRMRTPTNYFICNLAVADLLFCLTCPPWMLYYFHWGHHHWPFGRAMCK 

Q 99 LMLFMLAMNRQGSIIFLTWAVDRYFRWHPHHALNKIS-NRTAAIISCLLWGITIGLTV 

+ ++ M+ SI FL++ ++DRY ++HP ++ ++ + R A++++++ W + + +++ 
T 61 IWTYFFYMCCYAS I FFLCCI S I DRYWAICHPMRYRRRMTRPRHAWVMCLVIWVLAFLWSL 

Q 158 HL-LK-KKMPIQNGG ANLCSSFSICHT FQWHEAMFLLEFFLPLGII 

+ + + ++++ ++ C+ + ++ +++ +++ F++PL ++ 

T 121 PPLMFWWCYTHECPNHWNNCNHTWCFIDWPHESWHHWWTWWRYYYICSCIVGFYIPLLVM 

Q 202 LFCSARIIWSLRQRQM DRHAKIKRAITFIMWAIVFVICFLPSVWRIRIFWLLH 

+FC RI++ L+++ + R K ++A + W +VF++C+LP ++ + ++++ 

T 181 CFCYCRIYRTLWRHARQMASKMRSRKERKAAKMLCVWWFFVCWLPYHIFMF-MDTFC- 



Q 
T 



257 TSGT—QNCEVYRSVDLAFFITLSFTYMNSMLDPWY 
++ + ++CE+ + ++ A++I++ ++Y N++L+P++Y 
239 MHWWMCWTCELECVIPWAYQICVWLAYVNCCLNPIIY 
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Protein 


Genbank/SWI 
SS-PROT 

Accession 


Identities 


Similarities 


Human HM74 Protein 


P49019 


95.9% 


97.2% 


Human HM74 Splice Variant Protein, HM74A 


gi|AAW94654 


93.5% 


93.5% 


Mouse Seven Transmembrane Spanning 
Receptor Protein 


Q9EP66 


76.2% 


80.1% 


Human GPR31 Protein 


000270 


26.9% 


39.6% 


Human GPRS 1 Variant Protein 


Q9NQ20 


27.1% 


39.6% 


Human Chemokine Receptor Protein 


Q9BXC0 


46.9 


58.0% 


Mouse G-Protein Coupled Receptor Protein 


Q9JLS1 


26.5% 


39.3% 
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FIG. 5 



BMY74V5His FLIPR 
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FIG. 6 



HM74a vs. HGPRBMY74V5His FLIPR 
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